Whole-Transcriptome Causal Network Inference with Genomic and Transcriptomic Data.
Reconstruction of causal gene networks can distinguish regulators from targets and reduce false positives by integrating genetic variations. Its recent developments in speed and accuracy have enabled whole-transcriptome causal network inference on a personal computer. Here, we demonstrate this technique with program Findr on 3000 genes from the Geuvadis dataset. Subsequent analysis reveals major hub genes in the reconstructed network.